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Supplementary Figure 2| AtWRKY1 cDBD -DNA binding interface. Binding free energies (in kcal/mol) are estimated between AtWRKY1 cDBD and 14 different DNA sequences originating from the parsley PR1-1 Box W2 promoter sequence using MM-PBSA. The 12 base pair long DNA sequence containing the TTGACC motif at the position of the WRKY1 cDBD site has the second highest binding free energy, whereas only its reverse complement strand containing the GGTCAA sequence at the position of the WRKY1 cDBD site has a higher binding free energy.
Supplementary Table 3|
Listed are the sites of close proximity (1-4 Å) during molecular dynamics simulation of Arabidopsis thaliana DNA binding domain WRKY1, WRKY11, WRKY11_Q29K, WRKY33 c, WRKY33n, WRKY50 and WRKY50_K26Q with DNA. Given is the occupancy in percent during 5 ns of simulation. Highlighted in red, blue and green are the proximity sites that exhibit more than 50 % occupancy and are present in seven, six or five simulations, respectively (n.s. -not shown in Figure 7 ). Highlighted in black are other proximity sites that exhibit > 50 % occupancy and presence in one to four of the MD simulations. The DNA sequence is as follows: 2-aagTTGACCaa-12; 23-ttcAACTGGtt-13. The amino acids of the respective proteins are numbered according to Supplementary Alignment of the DNA sequences of significantly bound dsDNA probes of the DPI-ELISA array experiments. The DNA core consensus was derived using MEME. The data corresponds to Figure 3C , 4A-D and 5A. The name of the dsDNA probe is given first, followed by the respective DNA sequence and the relative absorbance in percent (measured absorbance normalized to the background and relative to highest signal of the respective experiment). If the core consensus was not found in the DNA sequence the forward and the complement reverse strand are given. Black -GAC core used for DNA binding consensus in Figures; grey - Supplementary Table 8| Alignment of WRKY DBDs to identify conserved proximity sites. The alignment was performed using CLUSTAL 2.1 multiple sequence alignment. Highlighted are the sites important for WRKY-DNA interaction from which the consensus in Figure 7 was derived. 
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